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The predicted protein sequences of CssI (A), Hydrophobin (B), GAPDH-B (C), enolase (D), 
catalase B (E), catalase A (F), and isopropylmalate dehydrogenase B (G). X, is S or A and X 2 
is L or I. 

A 

MLASFQFCILPRTYRTLLCSAGAGPLLIIQFVTVASALAL^ 
YTCDQVKLGHGLDVSYYNFDIEPLTKDTFPYCKA^ 

DAPVKKEPYGPKEGAEQSAPQAEHSTKQDAQQGSHQGQEVQNSPKQEARQGSRPAEAAPKQEQEAEQASEAAPEKKASNPAD 
SLGLGELTKVLGFR 

B 

VRFPVPDDITVKQATEKCGDQAQLSCCNKATYAGDVTDIDEGILAGTLKNLIGGGSGTEGLGLFNQCSKLDLQSPIIGIPIQ 
DLVNQKCKQNIACCQNSPSDAVRFP 

c 

MATPKVGINGFGRIGRIVGLNSLSHGVDWAVNDPFI EVHYAAYMLKYDTTHGQFKGTI ETYDQGLI VNGKKIRFYAEKD 
PSQIPWSETGAAYIVESTGWTTKEKASAHLKGGAKKVIISAPSADAPMFVMGVNOT 

KVINDKFG IVEGLMTTVHS YTATQKWDAPSNKDWRGGRTAAQNI I PS STGAAKAVGKVI PSLNGKLTGMAMRVPTS NVS 
WDLTCRLEKGASYDE I KQAIKAASEEGELKNILGYTEDDWS SDLNGDERS SIFDAKAGI SLNPNFVKLVAWYDNEW 

D 

MPISKIHARSVYDSRGNPTVEVDVATETGLHRAIVPSGASTGQHEAHELRIX3DKTQWGGKGVLKA 
DVKDQSKVDEFLNKLIXjTANKSNLGANAILGVSLAVAKAGAAEKGVPLYAH 

AFQEFMI VPDSAP SF SE ALRQGAEVYQKLKAIjAKKKYGQ S AGNVGDEGGVAPDI QTAEEALDL ITEAI EQAGYTGK 
IKIAMDVASSEFYKADVKKYDLDFKOTESDPSKWL^ 
DLTVTNPGRIKKAIELKSCNALLLKVNQIGTLTESIQAAKDSYAD^ 
SERLAKLNQILRIEEELGENTVYAGSKFRTAVNL 

E 

MRLTFI PSLIGVANAVCPYMTGELNRRDEI SDGDAAAATEEFLSQYYLNDNDAFMTSDVGGPIEDQNSLSAGERGPTLIiEDF 

IFRQKI QRFDHERVPERAVHARGAGAHGVFTSYGDFSNITAASFLAKEGKQTPVFVRFSTVAGSRGS SDLARDVHGFATRFY 

TDEGNFDIVGNNIPVFFIQDAILFPDLIHAVKPRGDNEIPQAATAHDSAWDFFSQQPSTMHTLLWAMSGHGIPRSF 

RHVDGFGVHTFRFVTDDGASKIiVKFHWKSLQGKASM^ 

FGFDLLDPTKIVPEEFVPITKLGKMQLNRNPRNYFA^ 

LPINQPRVPVHNNI^IXjAGQMFI PLNPHAYS PKTSVNGS PKQANQTVGDGFFTAPGRTTSGKLVRAVSS SFEDVWS 

Q PRLF YNS L VP AEKQF VIDAI RFENANVK S PWKNNVI I QLNRI DNDLARRVARAI GVAE PEPDPTF YHNNKTADVGTFGTK 

LKKLDGLKVGVLGSVQHPGSVEGASTLRDRLKDIX3VDVVLVAERL ADGVDQTYSTSDAI QFDAWVAAGAESLFAAS SFTGG 

SANS ASGAS SLYPTGRPLQ I L IDGFRFGKTVGALGSGTAALRNAGI ATSRDGVYVAQSVTDDFANDLKEGLRTFKF 

LDRFPVDH 

F 

MATKIAGGLHRAQEVLQNTSSKSKKLVDLERiyrADAHT^ 
DHERIPERVVHARGTGAFGNFKLKESIEDLTYAGVLT^ 

GNNI P VFF IQ DAVKF PDFVHAVKPE PHNEVPQ AQTAHNNFWDFVYLHPEATHMFMWAMS DRAI PRSYRMMQGFGVN 
TFALVNKEGKRHFVKFHWIPHLGVHSLVWDEALKLGGQDPDFHRKDLMEAIDNKAYTKWD 

KI WPENLVPLRVIGELELNRNVDEFFPQTEQVAFCTSHI VPGIDFTDDPLLQGRNF SYFDTQ I SRLGINWEELPINRPVC PV 
LNHNRDGQMRHRI TQGTVNYWPNRF E AVP PTGTKG S GVGGGFTT Y PQRVEG IKNRALNDKFREHHNQ AQLFYNSMS 
EHEKLHMKKAFSFELDHCDDPTVYERLAGHRIjAEIDLELAQKVA^ 

RIAIIIGDGYDPVASTGLKTAIKAASALPFIIGTKRSAIYATEDKTSSKGIIPDHHYDGQRSTMFDATFIPGGPHVATLRQN 
GQ I KYWI S ETFGHLKALG ATGEAVDLVKETL SGTLHVQ VAS SQ S PE P VEWYGWTAGGKQKPE SFKE S VQ I LKGAT 
DFVGKFFYQI SQHRNYQRELDGLASTIAF 

G 

MVTTYNILVLPGDGIGPEVMTEAVKVLKWENEHRKFNLRQELIGGCSIDAHGKSOTEEVKKAA^ 

DHIRRGLIXSPEGGLLQLRKAMDIYANLRPCSASSPSASIAKEFSPFRQEVIEGVDFVVVRENCGGAYFGKKIEEEDYAMD 
EWGYSEREIQRITRLX 1 AEX 2 AIiRHNPPWPVISLDKANVLASSRLWRRVVEKTMTTEYPQVKL 

GVILADNTFGDMI SDQ AGS I VGTLGVL PSASLDGLPSETRKRTNGLYEPTHGS APTI AGQNI ANPVAMILC VALMFRYS LDM 
ETEAQRIEKAVQGVLDAGIRTPDLGGKSGTNEVGDAIVAALQGSS 
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The predicted antigenicity indices of CssI (A) and hydrophobin (B) reisdues. 
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3/29 



Alignment of the predicted protein sequences for GAPDH-A (AfA), GAPDH-B (AfB) and GAPDH-C (AfC). 
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Inhibition of AfC germination byanti-ACE5033 IgG and 
complement 
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IMDHB1 : 


3 SYNIVVFAGDHCGPEVSS VLRVIEKCRDDATFNLQDQLLGGVSSIDATGSPLTDEA 58 




+YNI+V GD GPEV + VL+V E + FNL+ +L+GG S IDA G +T+E 




IMDHB2 : 


4 TYNILVLPGDGIGPEVMTEAVKVLKVFEN — EHRKFNLRQELIGGCS-IDAHGKSVTEEV 60 


IMDHB1 : 


59 


LNAAKNADAVLLGAIGGPKWG TGAVRPEQGLLRLRKEMGTFGNLRPCNFAAPSLV — 


113 






AA +DAVL A+GGPKW G PE GLL+LRK M + NLRPC+ ++PS 




IMDHB2 : 


61 


KKAALESDAVLFAAVGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSASIA 


120 


IMDHB1: 


114 


-DGSPLRPEVCRGVDFNIIRELTGGIYFGDRKEDDGSGFAMDTEPYSRAEIERITRLAAH 


172 






+ SP R EV GVDF ++RE GG YFG + E++ +AMD YS EI+RITRL+A 




IMDHB2 : 


121 


KEFSPFRQEVIEGVDFVWRENCGGAYFGKKIEEED — YAMDEWGYSEREIQRITRLSAE 


178 


IMDHB1 : 


173 


LALQHNPPLPVWSLDKANVLATSRLWRKTVTEVMAKEFPQLKVEHQLIDSAAMIMVKEPR 


232 






+AL+HNPP PV SLDKANVLA+ SRLWR+ V + M E+PQ+K+ HQL DSA++I+ PR 




IMDHB2 : 


179 


IALRHNPPWPVISLDKANVLASSRLWRRVVEKTMTTEYPQVKLVHQLADSASLILATNPR 


238 


IMDHB1 : 


233 


KLNGIVVTSNLFGDI ISDEASVIPGSLGLLPSASLSGIP-DGKTKVNGIYEPIHGSAPDI 


291 






LNG+++ N FGD+ISD+A I G+LG+LPSASL G+P + + + NG+YEP HGSAP I 




IMDHB2 : 


239 


ALNGVI LADNTFGDMI SDQAGS I VGTLGVLPSASLDGLPSETRKRTNGLYEPTHGSAPT I 


298 


IMDHB1 : 


292 


AGKGIVNPVAAILSVAMMMQYSLNRMDDARAIETAVRNVIEAGIRTADIGGKSTTSEVGD 


351 






AG+ I NPVA IL VA+M +YSL+ +A+ IE AV+ V++AGIRT D+GGKS T+EVGD 




IMDHB2 : 


299 


AGQNIANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSGTNEVGD 


358 


IMDHB1 : 


352 


AVAAELE 358 . 








A+ A L+ 




IMDHB2 : 


359 


AIVAALQ 3 65 
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AfC 
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BLAST OF SEQ ID NO: 36 AGAINST: 

Candida orf: 

>orfl9.7080 orf 10262 : 179916-178795 : e 1122 bp, 373 aa, contig 244073 bp 
Length = 1122 

Score = 335 bits (860), Expect = le-92 

Identities = 185/368 (50%), Positives = 246/368 (66%), Gaps = 9/368 (2%) 



Frame 


= +1 






2 


VTT YN I LVL PG DG I GPE VMTEAVKVLKVFEN EHRKFNLRQELIGGCSIDAHGKSVT 


57 






V T I VLPGD +G E++ EA+KVLK E + + F+ + LIGG +IDA G + 






7 


VKTKTITVLPGDHVGTEIVNEAIKVLKAIEAATPYQKIQFDFKHHLIGGAAIDATGVPLP 


186 


Query: 


58 


EEVKKAALESDAVLFAAVGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSA 


117 






++ ++A SDAVL AVGGPKW G PE GLL++RK +++YAN+RPC+ + S S 




ouj ct : 


187 


DDALESAKSSDAVLLGAVGGPKWG TGTVRPEQGLLKIRKELNLYANIRPCNFASDSL 


^7 

Out 


Query: 


118 


S I AKE FS PFRQE VI EGVDFVWRENCGGAYFGKKI EEE DY AMDEWGYSEREIQRI 


172 






E SP + EV++G + ++VRE GG YFG++ E+E+ AD Y+ E+ RI 




Sbjct: 


358 


L ELSPLKAEVVKGTNLIIVRELVGGIYFGERQEQEESEDKKTAWDTEKYTVDEVTRI 


528 


Query: 


173 


TRLSAEIALRHNPPWPVISLDKANVLASSRLWRRVVEKTMTTEYPQVKLVHQLADSASLI 


232 






TR++A +AL+HNPP P+ SLDKANVLAS SRLWR+ V+K ++ E+P + + HQL DSA++I 




Sbjct: 


529 


TRMAAFMALQHNPPLPI WSLDKANVLAS SRLWRKTVDKVI SEEFPALSVQHQLI DSAAMI 


708 


Query: 


233 


LATNPRALNGVILADNTFGDMISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYEPTH 


292 






L NP LNG+I+ N FGD+ISD+A I G+LG+LPSASL LP GLYEP H 




Sbjct: 


709 


LIQNPTKLNGIIITSNMFGDIISDEASVIPGSLGLLPSASLASLPD— TNTAFGLYEPCH 


882 


Query: 


293 


GSAPTIAGQNIANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSG 


352 






GSAP + N NP+A IL A M R SLD EA+ +E+AV+ VLD+GIRT DL G S 




Sbjct: 


883 


G SAP DL PA-NKVN P I AT I LS AASMLRLS LDC VKE AE ALEE AVKQVL DS G I RT ADLRGT S S 




1059 








Query: 


353 


TNEVGDAI 360 








T EVGDAI 





Sbjct: 1060TTEVGDAI 1083 



Candida seq orf 10262 : 179916-178795 1 

VKTKTITVLPGDHVGTEIVNEAIKVLKAIEAATPYQKIQFDFKHHLIGGAAIDATGVPLPDDALESAKS 
SDAVLLGAVGGPKWGTGTVRPEQGLLKIRKELNLYANIRPCNFASDSLLELSPLKAEVVKGTNLIIVRE 
LVGGIYFGERQEQEESEDKKTAWDTEKYTVDEVTRITRMAAFMALQHNPPLPIWSLDKANVLASSRLWR 
KTVDKVI SEEFPALSVQHQLI DSAAMI LIQNPTKLNGI I ITSNMFGDI I SDEASVIPGSLGLLPSASLA 
SLPDTNTAFGLYEPCHGSAPDLPANKVNPIATILSAASMLRLSLDCVKEAEALEEAVKQVLDSGIRTAD 
LRGTSS1060TTEVGDAI 



FIGURE 18 
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BLAST OF SEQ ID NO: 36 AGAINST: 

Elrond pep 
A. nidulans 

>AnrP4374925 LE3B_ASPNG 3-isopropylmalate dehydrogenase B (Beta-IPM 
dehyd 
Length = 370 

Score = 597 bits (1540), Expect = e-171 

Identities - 295/364 (81%), Positives = 326/364 (89%), Gaps = 1/364 (0%) 



Query: 


4 


TYNILVLPGDGIGPEVMTEAVKVLKVFENEHRKFNLRQELIGGCSIDAHGKSVTEEVKKA 


63 






+ YMTT.VT,PfinnTnPFVM FA K+T. +F + F 4- FT Tnnr^TD Hf;K^VT + V A 

i X IN X Xj V Xj IT \3U\3 J. \3 C Hi V L "J Hi t\ i\ T Jj > C > £ ~ LLlUO^Oi U nuIXOv IT V t\ 




Sbjct: 


5 


SYNILVLPGDGIGPEVMAEATKILSLFNTSTVRFRTQTELIGGCSIDTHGKSVTQAVLDA 


64 


Query: 


64 ' 


ALESDAVLFAAVGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSASIAKEF 


123 






A+ SDAVLFAAVGGPKWDHIRRGLDGPEGGLLQ+RKAMDIYANLRPCS SPS IA++F 




Sbjct: 


65 


AVSSDAVLFAAVGGPKWDHIRRGLDGPEGGLLQVRKAMDIYANLRPCSVDSPSREIARDF 


124 


Query: 


124 


SPFRQEVIEGVDFVWRENCGGAYFGKKIEEEDYAMDEWGYSEREIQRITRLSAEIALRH 


183 






SPFRQ+VIEGVDFVWRENCGGAYFGKK+EE+DYAMDEWGYS EIQRITRLSAE+ALRH 




Sbjct: 


125 


SPFRQDVIEGVDFWVRENCGGAYFGKKVEEDDYAMDEWGYSASEIQRITRLSAELALRH 


184 


Query: 


184 


NPPWPVISLDKANVLASSRLWRRWEKTMTTEYPQVKLVHQLADSASLILATNPRALNGV 


243 






+ P PW P V I S L DKAN VLAS S RLWRRWEKTM+ EYPQVKLVHQLADSASLI+ATNPRALNGV 




Sbjct: 


185 


DPPWPVISLDKANVLASSRLWRRVVEKTMSEEYPQVKLVHQLADSASLIMATNPRALNGV 


244 


Query: 


244 


ILADNTFGDMISDQAGSIVGTLGVLPSASLDGLPSE-TRKRTNGLYEPTHGSAPTIAGQN 


302 






ILADNTFGDM+SDQAGS+VGTLGVLPSASLDGLP ++ + + GLYEPTHGSAPTIAG+N 




Sbjct: 


245 


ILADNTFGDMVSDQAGSLVGTLGVLPSASLDGLPKPGEQRKVHGLYEPTHGSAPTIAGKN 


304 


Query: 


303 


IANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSGTNEVGDAIVA 


362 






IANP AMILCVALMFRYS +ME EA++IE AV+ VLD GIRT DLGG +GT E GDA+VA 




Sbjct: 


305 


I AN P T AM I LC V ALMFR Y S FNME AE ARQ I E AA VRT VL DKG IRTSDLGGSTGTREFG DA VVA 


364 


Query: 


363 


ALQG 366 








AL+G 




Sbjct: 


365 


ALKG 368 





>AnrP4374925 niger seq 

MSEKSYN1LVLPGDGIGPEVMAEATKILSLFNTSTVRFRTQTELIGGCSIDTHGKSVTQA 

VLDAAVSSDAVLFAAVGGPKWDHIRRGLDGPEGGLLQVRKAMDIYANLRPCSVDSPSREI 

ARDFSPFRQDVIEGVDFVVVRENCGGAYFGKKVEEDDYAMDEWGYSASEIQRITRLSAEL 

ALRHDPPWPVISLDKAm^LASSRLWRRVVEKTMSEEYPQVKLVHQLADSASLIMATNPRA 

LNGVILADNTFGDMVSDQAGSLVGTLGVLPSASLDGLPKPGEQRKVHGLYEPTHGSAPTI 

AGKNIANPTAMILCVALMFRYSFNMEAEARQIEAAVRTVLDKGIRTSDLGGSTGTREFGD 

AVVAALKGEL 



FIGURE 19 
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BLAST OF SEQ ID NO: 36 AGAINST: 



BLASTP : temp job2 pep 6 AnrP37 11474 
>AnrP3711474 hypothetical protein [Aspergillus oryzae] 
Length = 364 

Score = 375 bits (963), Expect = e-104 

Identities = 195/367 (53%), Positives = 260/367 (70%), Gaps = 10/367 (2%) 

Query: 2 VTT YN I LVLPGDG I GPEVMTEAVKVLKVFE -NEHRKFNLRQEL I GGCS I DAHGKSVTEEV 60 

+++YNI+V GD GPEV EA+KVL+ E N FNL+ L+GG SIDA G + T+E 
Sbjct : 1 MSS YNI VVFGGDHCGPEVTAEAI KVLRAVEKNRDVTFNLQDHLLGGAS I DATGS PLTDEA 60 

Query: 61 KKAALESDAVLFAAVGGPKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSASIA 120 

AA +DAVL A+GGPKW G PE G+L+LRK M + NLRPC+ ++PS 

Sbjct : 61 LNAAKNADAVLLGA I GG PKWG TGAVRPEQG I LKLRKEMGT FGNLRPCNFAAPS LV — 115 

Query: 121 KEFSPFRQEVIEGVDFVWRENCGGAYFGKKIEEED--YAMDEWGYSEREIQRITRLSAE 17 8 

E SP R +V GV+F ++RE GG YFG++ E++ YAMD YS EI+RI RL+A 
Sbjct: 116 ^ESSPLRADVCRGVNFNI IRELTGGIYFGERKEDDGSGYAMDTEPYSRAEIERI IRLAAH 174 

Query: 17 9 IALRHNPPWPVISLDKANVLASSRLWRRVVEKTMTTEYPQVKLVHQLADSASLILATNPR 238 

+AL+H+PP PV S LDKAN VLA+ S RLWR+ VV + M E+PQ+K+ HQL DSA++I+ NPR 
Sbjct: 175 LALQHDPPLPWSLDKANVLATSRLWRKVVTEVMAKEFPQLKIEHQLIDSAAMIMVKNPR 234 

Query: 239 ALNGVILADNTFGDMISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYEPTHGSAPTI 298 

LNG+++ N FGD+ISD+A I G+LG+LPSASL G+P + + NG+'YEP HGSAP I 
Sbjct: 235 QLNGIWTSNLFGDI ISDEASVIPGSLGLLPSASLSGIP-DGNSKVNGI YEPIHGSAPDI 2 93 

Query: 299 AGQNIANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSGTNEVGD 358 

AG+ I NPVA IL VA+M +YS + EA+ IE+AV V+++G+RT D+GGK+ T EVGD 
Sbjct: 294 AGKGIVNPVAAILSVAMMMQYSFGLFAEARAIEQAVSNVIESGVRTGDIGGKATTAEVGD 353 

Query: 359 AIVAALQ 365 

A+ A L+ 
Sbjct: 354 AVAAELE 360 

Oryzae seq >AnrP3711474 

MSSYNIVVFGGDHCGPEVTAEAIKVLRAVEKNRDVTFNLQDHLLGGASIDATGSPLTDEA 

LNAAKNADAVLLGAIGGPKWGTGAVRPEQGILKLRKEMGTFGNLRPCNFAAPSLVESSPL 

RADVCRGVNFNIIRELTGGIYFGERKEDDGSGYAMDTEPYSRAEIERIIRLAAHLALQHD 

PPLPVWSLDKANVLATSRLWRKVVTEVMAKEFPQLKIEHQLIDSAAMIMVKNPRQLNGIV 

VTSNLFGDIISDEASVIPGSLGLLPSASLSGIPDGNSKVNGIYEPIHGSAPDIAGKGIVN 

PVAAILSVAMMMQYSFGLFAEARAIEQAVSNVIESGVRTGDIGGKATTAEVGDAVAAELE 

KLLK 
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BLAST OF SEQ ID NO: 36 AGAINST: 



BLASTP : temp job2 pep 9 AnrP4379986 
>AnrP4379986 conserved hypothetical protein [Aspergillus nidulans 
FGSC A4 
Length = 357 

Score = 149 bits (376), Expect = le-36 

Identities = 113/369 (30%), Positives = 186/369 (49%), Gaps = 27/369 (7%) 



Query: 


1 


MVTTYNILVLPGDGIGPEVMTEAVKVLKVFENEHRKFNLRQELIGGCS— IDAHGKSVTE 


58 






M TY I +P DGIGPEV+ V VLK ++ + F+L + S A GK + + 




Sbjct : 


1 


b4AKTYRIATIPADGIGPEVIDAGVIVLKALADKLQSFSLDFTHLDWSSETFKATGKYIPD 


60 


Query: 


59 


EVKKAALESDAVLFAAVGGPKW-DHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPSA 


117 






+ ++DA+LF AVG P DHI G L + + YAN+R P+ 




Sbjct: 


61 


GGLEVLKKNDAILFGAVGAPDVPDHISLW G LRL A I C Q P FQQ Y AN VR PTR 


109 


Query: 


118 


SIAKEFSPFRQEVIEGVDFVWRENCGGAYFGK KIEEEDYAMDEWGYSEREIQRI 


172 






+ SP R+ +D+V+VREN GYG+ + + A + +S+ ++RI 




Sbjct: 


110 


VLRGTQSPLRKCNTGDLDWVIVRENSEGEYAGQGGRSHRGHPWEVATEVAIFSRQGVERI 


169 


Query: 


173 


TRLSAEIALRHNPPWPVISLDKANVLASSRLWRRVVEKTMTTEYPQVKLVHQLADSASLI 


232 






R + E A + P + + K+N + + V + ++P+V + L D+ + 




Sbjct: 


170 


MRFAFETAAK-RPRKLLTWTKSNAQRNGMVLWDEVANIVAKDFPEVTMDKMLVDAMTTR 


228 


Query: 


233 


LATNPRALNGVILADNTFGDMISDQAGSIVGTLGVLPSASLDGLPSETRKRTNGLYEPTH 


292 






+ P +L+ I+A N D++SD A ++ G++G+ P+++LD ++ ++EP H 




Sbjct: 


229 


MVLKPESLD-T I VASNLHADI LS DLAAALAGS IGI APTSNLD PTRQNPSMFEPIH 


282 


Query: 


293 


GSAPTIAGQNIANPVAMILCVALMFRYSLDMETEAQRIEKAVQGVLDAGIRTPDLGGKSG 


352 






GSA I G+ IANPVA AM +L + A+++V+V ++GI T DLGG + 




Sbjct : 


283 


GSAFDITGKGIANPVATFWTAAEMLEW-LGEKDAADKLMQCVESVCESGILTADLGGTAT 


341 


Query: 


353 


TNEVGDAIV 361 








T EV A+V 




Sbjct: 


342 


TKEVTSAW 350 





Nidulans seq >AnrP4379986 

MAKTYRIATIPADGIGPEVIDAGVIVLKALADKLQSFSLDFTHLDWSSETFKATGKYIPD 

GGLEVLKKNDAILFGAVGAPDVPDHISLWGLRLAICQPFQQYANVRPTRVLRGTQSPLRK 

CNTGDLDWVIVRENSEGEYAGQGGRSHRGHPWEVATEVAIFSRQGVERJMRFAFETAAKR 

PRKLLTVVTKSNAQRNGMVLWDEVANIVAKDFPEVTMDKMLVDAMTTRMVLKPESLDTIV 

ASNLHADILSDLAAALAGSIGIAPTSNLDPTRQNPSMFEPIHGSAFDITGKGIANPVATF 

WTAAEMLEWLGEKDAADKLMQCVESVCESGILTADLGGTATTKEVTSAVVEEINRLN 



FIGURE 21 
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BLAST OF SEQ ID NO: 36 AGAINST: 

> gnl | TIGR 222 929 I contiq : 1772 : c posadasii Coccidioides posadasii C735 
unfinished fragment of genome 
Length = 119053 

Score = 286 bits (732), Expect (2) = e-128 

Identities = 146/233 (62%), Positives = 173/233 (74%), Gaps = 24/233 (10%) 
Frame = -3 

Query: 160 7UyiDEWGYSTTEIQXXXXXXXXXXXXHDPPWPVISLDKANVLASSRLWRRVVENTISVEYP 219 

AMDEWGYST E+Q HDPPWPVIS+DKANVLASSRLWRRVVE T++ E+P 

Sbjct : 3380 6 AMDEWGYSTQEVQRIARLAAHVALRHDPPWPVISMDKANVLASSRLWRRVVEKTLTTEFP 
33627 

Query: 220 QVKLVHQLADSASLIMATDPRVLNGVILADNTFGDMLSDQAGSLIGTLGVLPSASLDGLP 279 

QVK HQLADSASLIMAT+PR LNGV+LADNTFGDMLSDQAGS++G+LGVLPSASL G+P 
Sbjct: 33626 QVKFSHQLADSASLIMATNPRSLNGVLLADNTFGDMLSDQAGSIVGSLGVLPSASLSGIP 
33447 

Query: 280 HPGKQE — KVRGLYEPTHGSAPT ;--IAGKNIANPTAMILC 315 

+++ K LYEPTHGSAPT IAGKN+ANP AMILC 

Sbjct: 3344 6 GEKRKDGKKSYALYEPTHGSAPT*VNCDLWMINTARKANRLD*CRIAGKNVANPLAMILC 
33267 

Query: 316 VS LMFR Y S FNMENE ARQ I E DAVRAVLDRGLRT P DLGGNS S TQE FGDAVVAALQ 368 

V++MFRYSFNME EA+ IE+AV A L+ G+RTPDLGG + T + G+A+VA ++ 
Sbjct: 33266 VAMMFRYSFNMEPEAKAIENAVTATLEAGIRTPDLGGKAGTTDVGNAIVAHIK 33108 

Query: 4 TRAYNILVLPGDGIGPEVMAEAIKVLRTFNSSSMQFHLQEELIGGISIDTHGHSVTQPXX 63 

++ YNIL LPGDGIGPE+MAEAIKVL+ F+S ++ F+L+ ELIGG SID HG +T 
Sbjct: 34383 SKTYNILTLPGDGIGPEIMAEAIKVLQAFSSPNLNFNLRNELIGGCSIDAHGTPITDAVK 
34204 

Query: 64 XXXXXXXXXXXXXXGGSKVDHIRRGLDGPEGGLLQVRKAMDIYANLRPCSVDVPSREIAR 123 

GG K D RRGL+GPEGGLLQ+RK +D+Y N+RPCS DV ++R 
Sbjct : 34203 QAALESDAVLFASVGGPKWDSSRRGLEGPEGGLLQLRKVLDVYGNVRPCSTDV-CASVSR 
34027 

Query: 124 DFSPFRQEVIEGVDFVVVRENCGGAYFGKKVEEENY 159 

+FSP+R EV+EGVDFW+RENCGGAYFGK VE+E+Y 
Sbjct: 34 02 6 EFSPYRTEVVEGVDFWLRENCGGAYFGKXVEDEDY 33919 



Coccidioides 2 

SKTYNILTLPGDGIGPEIMAEAIKVLQAFSSPNLNFNLRNELIGGCSIDAHGTPITDAVKQAALESDAVLF 

ASVGGPKWDSSRRGLEGPEGGLLQLRKVLDVYGNVRPCSTDVCASVSREFSPYRTEVVEGVDFVVLR 

ENCGGAYFGKXVEDEDYAMDEWGYSTQEVQRIARLAAHVALRHDPPWPVISMDKANVLASSRLWR 

RWEKTLTTEFPQVKFSHQLADSASLIMATNPRSLNGVLLADNTFGDMLSDQAGSIVGSLGVLPSASLS 

GIPGEKRKDGKXSYALYEPTHGSAPT*\^CDLWMINTARKANRLD*CRIAGK^ANPLA 

FRYSFNMEPEAKAIENAVTATLEAGIRTPDLGGKAGTTDVGNAIVAHIK 



FIGURE 22 



23/29 



SEQ ID NO:36 against: Cryptococcus >chr01b . b35Ql . 031220 . CI 1 
(289426 bp) Length = 289426 

Score « 183 bits (465), Expect(3) = 3e-68 Frame = +3 

Identities = 113/258 (43%), Positives = 144/258 (55%), Gaps = 39/258 (15%) 

FGKKIE--EEDYAMDEWGYSEIffiIQRITBXiSAEIAliRHNPPWFVTSLDKiUJVXASSRLWR 205 
FG++ E +E A D+ YS+ EI+RITR++A+IAL PP P+ S+DKANVLA+SRLWR 
FGERQETNDEG^AWDQCIYSKPEIERITRVAAQIAIiAAEPPLPITSVDKANVLATSRLWR 173513 

RVVEKTMTTEYPQVKLVBQIJ^SASLIIATNPPAIiNGVIIiADNTFGDM 253 

+ V + M EYPQ+KL HQL DSA++I+ NPR LNGV+L +N FGDM 



Query: 


148 


Sbjct: 


173334 


Query: 


206 


Sbjct: 


173514 


Query: 


254 


Sbjct: 


173694 


Query: 


295 


Sbjct: 


173874 


Query: 


349 


Sbjct: 


174054 


Query: 


15 


Sbjct: 


172844 


Query: 


74 


Sbjct: 


173024 


Query: 


117 


Sbjct: 


173189 


Query: 


244 


Sbjct: 


238292 


Query: 


293 


Sbjct: 


238472 


Query: 


319 


Sbjct: 


238652 


Query: 


359 


Sbjct: 


238832 


Query: 


95 


Sbjct: 


237609 


Query: 


155 


Sbjct: 


237750 


Query: 


5 


Sbjct: 


237256 


Query: 


4 


Sbjct: 


172752 



- 1 SDQAGS IVGTLGVLPSASLDGLPSETRKRTNGLYE PTHGS 294 

S A + L + P LP ++ HGS 



APT I AGQNI ANFVAMI LCVALMFRY S LDMETEAQRIEKAVQGVLDAG IRTPDLG 348 

AP IAGQ IANP+ IL A+M RYSL EA IE+AVQ VLD+ RT DLG 



GKSGTNEVGDATVAALQG 366 
G+ T EVGD +V L+G 



I GPEVMT^AVKVLKVFENEHR- KFNLRQELI GGC S IDAHGKS VTEEVRKAALE SDAVLFA 73 
IGPEV+ EAV+VL+ N K +L+ GG +ID HG + +E KA E+DAVX 



A- VGGFKWDHIRRGLDGPEGGLLQLRKAMDIYANLRPCSASSPS 116 

A VGGPKW G PE G+L+LRK + +YAN+RP A+ S 



ASIAKEFSPFRQEVTEGVDFWVRENCGG 145 
S+ K SP +++ G D +V+RE GG 



ILADNTFGDMI SDQAGS I VGTLGVLPSASLD GLPS ETRKRTNGL YE PTH 292 

+L + +GD++SD + ++G LG+ PS ++ G PS K ++E H 



GSAPTIAGQNIANPVAMILCVALMFR 318 

GSAP I G+ +ANP A++L +M R 



YSLDMETEAQRIEKA VQG VLD AG I RTPD LGGKS GTNEVGD 358 

+ + A +IEKA V G + + T DLGGK+GT E D 



AIVAAL 364 
AI++ L 



LQLRKAMDI YANLRPCSAS SPSAS I AKEFS PFRQEVTEGVDFWVRENCGGAYFGKKIEE 154 
L LR+ ++AN+RPC SI +P+ + V+ V++REN G Y G IE 

LTLRRTFS LFANVRPC VSIKGYKTPY DNVNTVXIRENTEGEYSG — IEH 237749 

E 155 
E 



YNILVLPGDGIGPEVMTEAVKVLK 28 
Y + ++PGDGIGPE+ ++ K 



TYNILVLPGDGIG 16 
++ I VLPGDGIG 
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Clustalw of sequences of figure 18-22 

! Sequence: BLASTP : temp job2 pep 4 AnrP4374925 nidulans (see figure 19) 

! Sequence: BLASTP: temp job2 pep 6 AnrP37114 74 oryzae (see figure 20) 

! Sequence: BLASTP: temp job2 pep 9 AnrP4379986 nidulans (see figure 21) 

! Sequence: USERPRQTEIN : 1 job6 1 Candida (see figure 18) 

! Sequence: USERPRQTEIN : 2 job7 2 coccidioides (see figure 22) 

CLUSTAL W (1.82) multiple sequence alignment 



t emp_ j ob2_pep_4_Anr P4 37 4 925 
temp_job2_pep_6_AnrP371147 4 
temp_job2_pep_9_AnrP437 998 6 
l_job6_l 
2_job7_2 



SYNILVLPGDGIGPEVMAEATKILSLFNTST VRFRTQTELIGG 

-MSSYNIVVFGGDHCGPEVTAEAIKVLRAVEKNR DVTFNLQDHLLGG 

MAKT YRI AT I PADG IGPEVI DAGVI VLKALADKLQS — FSLDFTHLDWS S 
-VKTKTITVLPGDHVGTEIVNEAIKVLKAIEAATPYQKIQFDFKHHLIGG 
-SKTYNILTLPGDGIGPEIMAEAIKVLQAFSSPN LNFNLRNEL I GG 



t emp_ j ob2_pep_4_Anr P 4374 925 

temp_job2_pep_6_AnrP3711474 

temp_j ob2_pep_9_Anr P4 37 998 6 

l_job6_l 

2_job7_2 



CSIDTHGKSVTQAVLDAAVSSDAVLFAAVGGPKWDHIRRGLDGPEGGLLQ 

AS I DATGS PLTDEALNAAKNADAVLLGAI GG PKWG TGAVRPEQG ILK 

ETFKATGKYI PDGGLEVLKKNDAI LFGAVGAPDVP DHISLWGLRLA 

AAIDATGVPLPDDALESAKSSDAVLLGAVGGPKWG TGTVRPEQGLLK 

CSIDAHGTPITDAVKQAALESDAVLFASVGGPKWDSSRRGLEGPEGGLLQ 



temp_ j ob2__pep_4_Anr P4 3 7 4 925 
t emp_ j ob2_pep_6_Anr P 371147 4 
temp_job2_pep_9_AnrP437998 6 
l_job6_JL 
2_job7_2 



temp_ j ob2_pep_4_Anr P4 3 74 925 
temp_ j ob2_pep_6_Anr P37 1147 4 
temp_ j ob2_pep_9_Anr P4 379986 
l_job6_l 
2_job7_2 



VRKAMDIYANLRPCSVDSPSREIARDFSPFRQDVIEGVDFVVVRENCGGA 

LRKEMGTFGNLRPCNFAAPSL VESSPLRADVCRGVNFNI IRELTGGI 

ICQPFQQYANVRPTRVLRGTQ SPLRKCNTGDLDWVIVRENSEGE 

IRKELNLYANIRPCNFASDSL LELSPLKAEVVKGTNLI IVRELVGGI 

LRKVLDVYGNVRPCSTDVCAS-VSREFSPYRTEVVEGVDFVVLRENCGGA 
... . * . * * . * * . . ::** * 

YFG KKVEEDDYAMDEWGYSASEIQRITRLSAELALRHDPPWPVIS 

YFGERKEDDGSG YAMDTEPYSRAEIERI IRLAAHLALQHDPPLPVWS 

YAGQGGRSHRGHPWEVATEVAIFSRQGVERIMRFAFETAAKR-PRKLLTV 
YFGERQEQEESEDKKTAWDTEKYTVDEVTRITRMAAFMALQHNPPLPIWS 
YFG KX VE DE DY AMDE WG Y S TQE VQR I ARLAAH VALRH DPPWPV I S 
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t emp_ j ob2_pep_4_Anr P4 374 925 
t emp_ j ob2_pep_6_Anr P37 1 14 74 
t emp_ j ob2_pep_9_Anr P4 37 998 6 
l_job6_l 
2_job7_2 



temp_j ob2_pep_4_Anr P4 37 4 925 
t emp_ j ob2_pep_6_Anr P3 7 114 74 
t emp_ j ob2_pep_9_Anr P4 379986 
l_job 6_1 
2_job7_2 



temp_job2_pep_4_AnrP437 4925 
t emp_ j ob2_pep_6_Anr P3 7 11474 
temp_job2_pep_9_AnrP437 998 6 
l_job6_l 
2_job7_2 



temp_job2_pep_4_AnrP4 374 925 
t emp_ j ob2_pep_6_Anr P3 7 1147 4 
t emp_ j ob2_pep_9_Anr P4 3 7998 6 
l_Job6_l. 
2_job7_2 



LDKANVLASSRLWRRVVEKTMSEEYPQVKLVHQLADSASLIMATNPRALN 
LDKANVLATSRLWRKVVTEVMAKEFPQLKIEHQLIDSAAMIMVKNPRQLN 
VTKSNAQRNGMVLWDEVANIVAKDFPEVTMDKMLVDAMTTRMVLKPESLD 
LDKANVLASSRLWRKTVDKVISEEFPALSVQHQLIDSAAMILIQNPTKLN 
MDKANVLASSRLWRRVVEKTLTTEFPQVKFSHQLADSASLIiyLATNPRSLN 
:*:*. ,,: *:::::*:..:**:: : : * * : 

GVILADNTFGDMVSDQAGSLVGTLGVLPSASLDGLP — KPGEQRKVHGLY 

GIWTSNLFGDIISDEASVIPGSLGLLPSASLSGIP DGNSKVNGIY 

-TIVASNLHADILSDLAAALAGSIGIAPTSNLDPTR QNPSMF 

GIIITSNMFGDIISDEASVIPGSLGLLPSASLASLP DTN-TAFGLY 

G VLLADNT FG DML S DQ AG S I VG S LG VL PSAS L S G I PGEKRKDGKKS YAL Y 
:::.* ..*::***. : * : : * : * : : . * .:: 

E PTHG S APT I AGKN I AN PT AM I LC VALMFRY S FNMEAE ARQ I E AAVRT VL 
EPIHGSAPDIAGKGIVNPVAAILSVAMMMQYSFGLFAEARAIEQAVSNVI 
EPIHGSAFDITGKGIANPVATFWTAAEMLEWLG-EKDAADKLMQCVESVC 
EPCHGSAPDLPAN-KVNPIATILSAASMLRLSLDCVKEAEALEEAVKQVL 

EPTHGSAPT 

** ** ** 

DKGIRTSDLGGSTGTREFGDAVVAALKG 
ESGVRTGDIGGKATTAEVGDAVAAELE- 

E SG I LTADLGGTATTKE VTS AW 

DSGIRTADLRGTSSTTEVGDAI 
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Identification of peptides in AFC fractions. 
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Biochemical characteristics of CssL 
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ence of Polypeptides chosen for the production of multiple antigenic peptides and 
antisera against selected target proteins. 
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Analysis of the ability of anti-IMDH B IgG to bind the surface of clinical isolates. 
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